Supplementary Data
Fig. S1. The strength of the correlation between mutation rate and hole probability is highest in regions of relatively high mutation rate. (A) Average mutation rate in the human mitochondrial HVS-1. Moving average of 60 base pairs in steps of 10 base pairs. Values are plotted at the center of the interval. (B) Spearman's rank correlation coefficient between mutation rate and hole probability in each strand over the same 60 base pair-intervals as in (A). Shaded regions show 95% bootstrap confidence intervals calculated using Efron's bias-corrected and accelerated bootstrap method based on 5,000 bootstrap samples for each interval. 
